ABSTRACT This is the first report of a Papaya ringspot virus (PRSV) isolate from the northeastern region of India. The nucleotide sequence identity of PRSV-Meghalaya was in the range of 72.6 to 82.5% with other Indian PRSV isolates, and the highest identity of 84.4% was with a French isolate. Population genetic analysis indicated positive selection.
onymous (dN) and synonymous (dS) substitutions with the Pamilo-Bianchi-Li method (19) , and DnaSP 5.10 was used to evaluate the importance of natural selection (20) . The proportion of nucleotide substitution between the nonsynonymous and synonymous sites (dN/ds) was 1.8, indicating a positive selection for the amino acid sequence conservation in PRSV-Meghalaya (21) . This is the first report of a full-length sequence of a PRSV isolate from the NER of India, indicating its independent evolution. Accession number(s). The complete genome sequence of PRSV isolate Meghalaya has been deposited in NCBI GenBank with the accession number MF356497.
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